ABSTRACT Bacillus megaterium KU143, Microbacterium testaceum KU313, and Pseudomonas protegens AS15 from stored rice grains exhibited antifungal activity against Aspergillus and Penicillium spp. predominant in stored rice. Here, we report their bacterial draft genomes, which contain genes related to biotic and abiotic stress management, as well as antimicrobial and insecticidal traits. P reviously, 460 bacterial strains were isolated from stored rice grains obtained from rice-processing complexes from 11 different regions in South Korea (1, 2). Among them, Bacillus megaterium KU143, Microbacterium testaceum KU313, and Pseudomonas protegens AS15 were selected as potential biocontrol agents (3-5). These bacterial strains showed significant biocontrol activity against Aspergillus flavus growth and aflatoxin production as well as the predominant fungi (A. candidus, A. fumigatus, Penicillium fellutanum, and Penicillium islandicum) in stored rice grains (3-5). Furthermore, B. megaterium KU143 and P. protegens AS15 produced volatile compounds that could reduce conidial germination and germ tube elongation, as well as mycelial growth of the predominant fungi (4, 5). Here, we present the draft genome sequences of these strains, KU143, KU313, and AS15, belonging to different genera and exhibiting significant biocontrol activity against rice fungal contamination.
Additionally, biotic and abiotic stress management genes (i.e., superoxide dismutase and catalase) were found in all the examined bacterial strains (11, 12) . In particular, the genome of strain AS15 has several genes related to antimicrobial or insecticidal compounds (i.e., hydrogen cyanide synthase, ATP-dependent zinc metalloprotease, and chitinase) (13) (14) (15) . Therefore, the genomes of these bacterial strains belonging to different genera may help to increase our understanding of the characteristics of their biocontrol of fungal contamination in stored rice grains. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/EMBL/GenBank under the accession and version numbers listed in Table 1 . 
